ABSTRACT
INTRODUCTION

23
Multilocus sequence typing (MLST) was introduced in 1998 as a portable tool for studying epidemiologi-24 cal dynamics and population structure of bacterial pathogens based on PCR amplification and capillary 25 sequencing of housekeeping gene fragments (Maiden et al., 1998) . In most MLST schemes, seven loci 26 are indexed with arbitrary and unique allele numbers that are combined into an allelic profile or sequence epidemiology and surveillance studies (Urwin and Maiden, 2003) . However, as MLST started to be 31 massively applied two main drawbacks were uncovered: i) the impossibility of establishing a single 32 universal MLST scheme applicable to all bacteria; and ii) the lack of high resolution of seven-locus MLST 33 schemes required for some purposes.
34
These problems pushed the development of improved alternatives to the original methodology. The and the scheme based on 53 ribosomal protein genes (rMLST) was proposed as an universal approach 38 since these loci are conserved in all bacteria (Jolley et al., 2012) . Beyond these improvements, the advent 39 of high-throughput sequencing and the increasing availability of hundreds to thousands whole-genome approaches that scaled to hundreds of loci common to a set of bacterial genomes (Maiden et al., 2013) .
44
The generation of this massive amount of genetic information required the accompanying develop-45 ment of database resources to effectively organize and store typing schemes and allele definitions. 
RESULTS AND DISCUSSION
97
Comparison with reference dataset 98 We used a random set of 400 Campylobacter coli genomes downloaded from strains deposited in the 99 BIGSdb (Supplemental Table S1 ). For this dataset, reference allele and ST assignments based on the 100 standard C. jejuni/C. coli seven-loci MLST scheme were extracted from the BIGSdb and compared with 101 results obtained running MLSTar. The concordance of each allele and ST is shown in Table 1 
